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SEQUENCE LI STING 

<110> Bayer Healthcare AG 

<12 0> Diagnostics and Therapeutics for Diseases Associated with 

Kallikrein 15 (KLK15) 

j 

<130> BHC 04 01 019 
<160> 5 

<170> Patexitln version 3.2 

<210> 1 

<211> 771 

<212> DNA 

<213> Homo sapiens 



<400> 1 














atgtggcttc 


tcctcactct 


ctccttcctg 


ctggcatcca 


cagcagccca 


ggatggtgac 


.60 


aagttgctgg 


aaggtgacga 


gtgtgcaccc 


cactcccagc 


catggcaagt 


ggctctctac 


120 


gagcgtggac 


gctttaactg 


tggcgcttcc 


ctcatctccc 


cacactgggt 


gctgtctgcg 


180 


gcccactgcc 


aaagccgctt 


catgagagtg 


cgcctgggag 


agcacaacct 


gcgcaagcgc 


240 


gatggcccag 


agcaactacg 


gaccacgtct 


cgggtcattc 


cacacccgcg 


ctacgaagcg 


300 


cgcagccacc 


gcaacgacat 


catgttgctg 


cgcctagtcc 


agcccgcacg 


cctgaacccc 


360 


caggtgcgcc 


ccgcggtgct 


acccacgcgt 


tgcccccacc 


cgggggaggc 


ctgtgtggtg 


420 


tctggctggg 


gcctggtgtc 


ccacaacgag 


cctgggaccg 


ctgggagccc 


ccggtcacaa 


480 


gtgagtctcc 


cagatacgtt 


gcattgtgcc 


aacatcagca 


ttatctcgga 


cacatcttgt 


540 


gacaagagct 


acccagggcg 


cctgacaaac 


accatggtgt 


gtgcaggcgc 


ggagggcaga 


600 


ggcgcagaat 


cctgtgaggg 


tgactctggg 


ggacccctgg 


tctgtggggg 


catcctgcag 


660 


ggcattgtgt 


cctggggtga 


cgtcccttgt 


gacaacacca 


ccaagcctgg 


tgtctatacc 


720 


aaagtctgcc 


actacttgga 


gtggatcagg 


gaaaccatga 


agaggaactg 


a 


771 



<210> 2 
<211> 256 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Trp Leu. Leu Leu Thr Leu Ser Phe Leu Leu Ala Ser Thr Ala Ala 

15 10 15 

Gin Asp Gly Asp Lys Leu Leu Glu Gly Asp Glu Cys Ala Pro His Ser 

20 25 30 

Gin Pro Trp Gin Val Ala Leu Tyr Glu Arg Gly Arg Phe Asn Cys Gly 
35 40 45 
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Ala Ser Leu lie Ser Pro His Trp Val Leu Ser Ala Ala His Cys Gin 

50 55 60 

Ser Arg Phe Met Arg Val Arg Leu Gly Glu His Asn Leu Arg Lys Arg 
65 70 75 80 

Asp Gly Pro Glu Gin Leu Arg Thr Thr Ser Arg Val He Pro His Pro 

85 90 95 

Arg Tyr Glu Ala Arg Ser His Arg Asn Asp He Met . Leu Leu Arg Leu 

100 105 110 

Val Gin Pro Ala Arg Leu Asn Pro Gin Val Arg Pro Ala Val Leu Pro 

115 120 125 

Thr Arg Cys Pro His Pro Gly Glu Ala Cys Val Val Ser Gly Trp Gly 

13 0 13 5 140 

Leu Val Ser His Asn Glu Pro Gly Thr Ala Gly Ser Pro Arg Ser Gin 
145 150 155 160 

Val Ser Leu Pro Asp Thr Leu His Cys Ala Asn He Ser lie lie Ser 

165 170 175 

Asp Thr Ser Cys Asp Lys Ser Tyr Pro Gly Arg Leu Thr Asn Thr Met 

180 185 . 190 

Val Cys Ala Gly Ala Glu Gly Arg Gly Ala Glu Ser Cys Glu Gly Asp 

195 200 205 

Ser Gly Gly Pro Leu Val Cys Gly Gly lie Leu Gin Gly He Val Ser 

210 215 220 

Trp Gly Asp Val Pro Cys Asp Asn Thr Thr Lys Pro Gly Val Tyr Thr 
225 230 235 240 

Lys Val Cys His Tyr Leu Glu Trp He Arg Glu Thr Met Lys Arg Asn 
245 250 255 

<210> 3 
<211> 20 
<212> DNA 

<213> artificial sequence 
<220> 

<223> forward primer 
<400> 3 

tggcaagtgg ctctctacga 2 0 



<210> 4 

<211> 19 

<212> DNA 

<213> artificial sequence 



<220> 
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<223> reverse primer 
<400> 4 

cgcagacagc acccagtgt 
5 

25 
DNA 

artificial sequence 
<220> 

<223> probe 



<210> 
<211> 
<212> 
<213> 



-3- 



19 



<400> 5 

aactgtggcg cttccctcat ctccc 



25 



